With the aid of a novel poly-dA tailing-partial restriction technique and Sl-protection mapping, the 5' terminal coding sequence for the 4OS precursor ribosomal RNA of Xenopus laevis has been exactly identified. Since the promoter sequence for the 4OS RNA should lie close to its 5 1 terminal coding sequence, we are able to conclude that the "Barn-Island" sequence reduplication (1) almost certainly represents a promoter reduplication.
INTRODUCTION
The sequence organization of the spacer DNA in a ribosomal gene unit of Xenopus laevis has recently been the subject of a detailed study by our group (1). In particular it was shown that a sequence of 120 bases close to the region coding for the 5 1 terminus of the 40S precursor ribosomal RNA (pre rRNA) was found duplicated within the non-transcribed spacer at the so called "Bam Islands". Since the 40S pre rRNA is very likely to be a primary transcript (2) , it was concluded that these sequence duplications may also represent promoter duplications.
Here we describe the application of a new poly-dA tailingpartial restriction technique to the mapping of the 5' terminus of the 40S pre rRNA. The poly-dA tailing technique, which has also been applied to DNA sequence analyses (3) , facilitates the production of a set of overlapping partial restriction fragments all having one poly-dA terminus in common and their other termini staggered across the DNA at the available restriction sites. By hybridization of labelled RNA to such fragments transferred onto nitrocellulose filter (4), it was immediately possible to determine the position of the coding sequence for the 5' terminus of the 40S pre rRNA to within the nearest restriction sites. Using this information an n Sl protection" experiment (5) was designed from which it was possible to determine the 5 1 terminal coding sequence of the 40S rRNA.
The significance of these data is discussed as are further applications of the poly-dA tailing technique. Poly-dA tailing The 6.6 kb rDNA insert of pXllO8 was excised and purified by CsCl-actinomycin centrifugation as described previously (8) .
MATERIALS AND METHODS
Endonuclease cleavages were carried out under conditions recommended by the enzyme supplier. The 6.6 kb rDNA fragment, restricted with Bam HI, was incubated at O.ll mg/ml with 600 units/ml \-exonuclease (A-EXO) in 67mM glycine-KOH pH 9.4, 2.5mM MgCl 2 (9) for 6 min. at 14°C. Digestion was terminated by addition of EDTA to lOmM and NaCl to 0.3M, both on ice. The solution was then extracted twice with phenol-chloroform (Fig.3) . The observation of a protected fragment terminating at the base T, position 4436 ( Fig.2 and 3 ) must then be presumed either to be due to partial terminal degradation of the 40S rRNA or to be an inherent feature of the SI mapping experiment. 
